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(i) APPLICANT: Doherty, Joni Kristin and Gail M. Clinton 

RECEIVED 

(ii) TITLE OF INVENTION: HER-2 BINDING ANTAGONISTS 
^ (iii) NUMBER OF SEQUENCES: 9 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: DAVIS WRIGHT TREMAINE LLP 

(B) STREET: 1501 Fourth Avenue, 260 0 Century Square 

(C) CITY: Seattle 

(D) STATE: Washington 

(E) COUNTRY: U.S.A. 

(F) ZIP: 98101 



(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: PC compatible 

(C) OPERATING SYSTEM: Windows95 

(D) SOFTWARE: Word 



(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: 09/630,155 

(B) FILING DATE: July 31, 2000 

(C) CLASSIFICATION: 



(viii) ATTORNEY/AGENT INFORMATION: 

(A) NAME: Davison, Barry L. 

(B) REGISTRATION NUMBER: 47,309 

(C) REFERENCE/DOCKET NUMBER: 49321-10 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 206 628-7621 

(B) TELEFAX: 206 628-7699 



(2) INFORMATION FOR SEQ ID NO : 1 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 79 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: unknown 

(ii) MOLECULE TYPE: HER-2 ECD antagonist 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 
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Gly Thr His Ser Leu Leu Pro Arg Pro Ala Ala Val Pro Val Pro Leu 

5 10 15 

Arg Met Gin Pro Gly Pro Ala His Pro Val Leu Ser Phe Leu Arg Pro 

20 25 30 

Ser Trp Asp Leu Val Ser Ala Phe Tyr Ser Leu Pro Leu Ala Pro Leu 

35 40 45 

Ser Pro Thr Ser Val Pro lie Ser Pro Val Ser Val Gly Arg Gly Pro 

50 55 60 

Asp Pro Asp Ala His Val Ala Val Asn Leu Ser Arg Tyr Glu Gly 
65 70 75 

(2) INF0R^4ATI0N FOR SEQ ID NO : 2 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 419 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: unknown 
(ii) MOLECULE TYPE: polypeptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2 : 
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(2) INFORMATION FOR SEQ ID NO : 3 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: unknown 

(ii) MOLECULE TYPE: oligonucleotide 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 

TGAGCACCAT GGAGCTGGC 19 

(2) INFORMATION FOR SEQ ID NO : 4 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: unknown 
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(ii) MOLECULE TYPE: oligonucleotide 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 

TCCGGCAGAA ATGCCAGGCT CC 22 

(2) INFORMATION FOR SEQ ID NO : 5 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: unknown 

(ii) MOLECULE TYPE: oligonucleotide 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 5 

AACACAGCGG TGTGAGAAGT GC 22 

(2) INFORMATION FOR SEQ ID NO : 6 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: unknown 

(ii) MOLECULE TYPE: oligonucleotide 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 

ATACCGGGAC AGGTCAACAG C 21 

(2) INFORMATION FOR SEQ ID NO : 7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 0 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: unknown 

(ii) MOLECULE TYPE: oligonucleotide 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 

TCTGGGTACC CACTCACTGC 2 0 

(2) INFORMATION FOR SEQ ID NO : 8 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: unknown 

(ii) MOLECULE TYPE: oligonucleotide 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 8 

TTCACACTGG CACGTCCAGA CC 22 

(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY : unknown 

(ii) MOLECULE TYPE: oligonucleotide 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 9 

GCACGGATCC ATAGCAGACT GAGGAGG 27 
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